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k Paper IF Citations

125 pOaOnewOtaxonomicalOframeworkOforOaOrapidlyOexpandingOorderOofOunusualOmonjiviriceteOvirusesO
broadlyOdistributedOamongOarthropodOsubphyladdOAppliedhandhEnvironmentalhMicrobiologybO2022bOwEMfgokjhg4.8 1

124 wOtimecseriesOmetactranscriptomicOanalysisOrevealsOtheOseasonalbOhostbOandOgenderOstructureOofO
mosquitoOviromesddOVirushEvolutionbO2022bOnbOveacffl 3.7 1

123 yocinfectingOpathogensOcanOcontributeOtoOinflammatoryOresponsesOandOsevereOsymptomsOinO
yOVIzcgoddOJournalhofhThoracichDiseasebO2022bOgjbOikkcimf 2.6 0

122 TotalOinfectomeOcharacterizationOofOrespiratoryOinfectionsOinOprecyOVIzcgoOWuhanbOyhinaddOPLoSh
PathogensbO2022bOgnbOegfgfhko 7.6 2

121 ViromeOcharacterizationOofOgameOanimalsOinOyhinaOrevealsOaOspectrumOofOemergingOpathogensddOCellbO
2022bO 56.2 11

120 wOtotalOinfectomeOapproachOtoOunderstandOtheOetiologyOofOinfectiousOdiseaseOinOpigsddOMicrobiomebO
2022bOgfbOmi 16.6 1

119 TheOadenosineOanalogOprodrugOwTVfflOisOorallyObioavailableOandOhasOpreclinicalOefficacyOagainstO
parentalOSwRScyoVchOandOvariantsddOSciencehTranslationalhMedicinebO2022bOeabmmlhg 17.5 3

118 TwoORhabdovirusesbOOneONovelbOIsolatedOfromOwrmigeresOsubalbatusOinOyhinadOPathogensbO2022bOggbOlhj 4.5 1

117 IyTVOVirusOTaxonomyOProfilepORhabdoviridaeOhfhhdOJournalhofhGeneralhVirologybO2022bOgfibO 4.9 8

116 yharacterizationOofOtheOGutOMicrobiomeOandOResistomesOofOWildOandOZoocyaptiveOMacaquesddO
FrontiershinhVeterinaryhSciencebO2021bOnbOmmnkkl 3.1 0

115 wONovelOxunyavirusOziscoveredOinOOrientalOShrimpOXYddOFrontiershinhMicrobiologybO2021bOghbOmkgggh 5.7 2

114 FelineOyalicivirusOVirulentOSystemicOziseasepOylinicalOEpidemiologybOwnalysisOofOViralOIsolatesOandOInO
VitroOEfficacyOofONovelOwntiviralsOinOwustralianOOutbreaksdOVirusesbO2021bOgibO 6.2 5

113 RNwOviromeOdiversityOandOinfectionOinOindividualOfliesdOJournalhofhGeneralhVirologybO2021bOgfhbO 4.9 2

112 IsolationOandOIdentificationOofOaONovelOPhlebovirusbOHediOVirusbOfromOSandfliesOyollectedOinOyhinadO
VirusesbO2021bOgibO 6.2 1

111 wOyonvenientOandOxiosafeORepliconOwithOwccessoryOGenesOofOSwRScyoVchOandOItsOPotentialO
wpplicationOinOwntiviralOzrugOziscoverydOVirologicahSinicabO2021bOilbOogicohi 6.4 9

110 RapidOisolationOandOimmuneOprofilingOofOSwRScyoVchOspecificOmemoryOxOcellOinOconvalescentO
yOVIzcgoOpatientsOviaOLIxRwcseqdOSignalhTransductionhandhTargetedhTherapybO2021bOlbOgok 21 10

109 wONovelOVirusOofOwssociatedOwithOSexualOPrecocityOindOMSystemsbO2021bOlbOeffffihg 7.6 3
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108 hfhgOTaxonomicOupdateOofOphylumONegarnaviricotaOXRiboviriapOOrthornaviraeYbOincludingOtheOlargeO
ordersOxunyaviralesOandOMononegaviralesdOArchiveshofhVirologybO2021bOgllbOikgicikll 2.6 10

107 wssociationObetweenOtheOnasopharyngealOmicrobiomeOandOmetabolomeOinOpatientsOwithOyOVIzcgodO
SynthetichandhSystemshBiotechnologybO2021bOlbOgikcgji 4.2 9

106 RNwOviromeOabundanceOandOdiversityOisOassociatedOwithOhostOageOinOaObirdOspeciesdOVirologybO2021bO
klgbOoncgfl 3.6 4

105 ViromeOofObatcinfestingOarthropodspOhighlyOdivergentOvirusesOinOdifferentOvectorsdOJournalhofhVirology
bO2021bOJVIfgjljhg 6.6 6

104 UseOofOpartialONcgeneOsequencesOasOaOtoolOtoOmonitorOprogressOonOrabiesOcontrolOandOeliminationO
effortsOinOEthiopiadOActahTropicabO2021bOhhgbOgflfhh 3.2 2

103 WildlifecborneOmicroorganismsOandOstrategiesOtoOpreventOandOcontrolOemergingOinfectiousOdiseasesdO
JournalhofhBiosafetyhandhBiosecuritybO2021bOibOlmcmg 1.4 1

102 wOcomprehensiveOevolutionaryOandOepidemiologicalOcharacterizationOofOinsertionOandOdeletionO
mutationsOinOSwRScyoVchOgenomesddOVirushEvolutionbO2021bOmbOveabgfj 3.7 2

101 MetacTranscriptomicOIdentificationOofOzivergentOinOFishdOVirusesbO2020bOghbO 6.2 2

100 UnmappedORNwOVirusOziversityOinOTermitesOandOtheirOSymbiontsdOVirusesbO2020bOghbO 6.2 4

99 MolecularOEpidemiologyOandOVaccineOyompatibilityOwnalysisOofOSeasonalOInfluenzaOVirusesOinOWuhanbO
hfglchfgodOVirologicahSinicabO2020bOikbOkklcklk 6.4

98
InsightsOintoOtheOevolutionaryOhistoryOandOepidemiologicalOcharacteristicsOofOtheOemergingOlineageOgO
porcineOreproductiveOandOrespiratoryOsyndromeOvirusesOinOyhinadOTransboundaryhandhEmergingh
DiseasesbO2020bOlmbOhlifchljg

4.2 9

97 TranscriptomicOcharacteristicsOofObronchoalveolarOlavageOfluidOandOperipheralObloodOmononuclearO
cellsOinOyOVIzcgoOpatientsdOEmerginghMicrobeshandhInfectionsbO2020bOobOmlgcmmf 18.9 671

96 HighOresolutionOmetagenomicOcharacterizationOofOcomplexOinfectomesOinOpaediatricOacuteO
respiratoryOinfectiondOScientifichReportsbO2020bOgfbOioli 4.9 7

95 wbundantOandOziverseORNwOVirusesOinOInsectsORevealedObyORNwcSeqOwnalysispOEcologicalOandO
EvolutionaryOImplicationsdOMSystemsbO2020bOkbO 7.6 21

94 MetatranscriptomicOwnalysisOofOVirusOziversityOinOUrbanOWildOxirdsOwithOPareticOziseasedOJournalhofh
VirologybO2020bOojbO 6.6 11

93 IdentificationOofOwONovelOPapillomavirusOwssociatedOwithOSquamousOyellOyarcinomaOinOwOzomesticO
yatdOVirusesbO2020bOghbO 6.2 6

92 wOnewOlineageOofOsegmentedORNwOvirusesOinfectingOanimalsdOVirushEvolutionbO2020bOlbOvezflg 3.7 17

91 ylinicalOandOepidemiologicalOfeaturesOofOyOVIzcgoOfamilyOclustersOinOxeijingbOyhinadOJournalhofh
InfectionbO2020bOngbOehlceif 18.9 57

(2020-2021)
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90 RNwObasedOmNGSOapproachOidentifiesOaOnovelOhumanOcoronavirusOfromOtwoOindividualOpneumoniaO
casesOinOhfgoOWuhanOoutbreakdOEmerginghMicrobeshandhInfectionsbO2020bOobOigicigo 18.9 337

89
PhylogeneticsbOGenomicORecombinationbOandONSPhOPolymorphicOPatternsOofOPorcineOReproductiveO
andORespiratoryOSyndromeOVirusOinOyhinaOandOtheOUnitedOStatesOinOhfgjchfgndOJournalhofhVirologybO
2020bOojbO

6.6 27

88 NovelOhepacicOandOpegiclikeOvirusesOinOnativeOwustralianOwildlifeOandOnonchumanOprimatesdOVirush
EvolutionbO2020bOlbOveaaflj 3.7 6

87 RiskOfactorsOforOtheOcriticalOillnessOinOSwRScyoVchOinfectionpOaOmulticenterOretrospectiveOcohortOstudydO
RespiratoryhResearchbO2020bOhgbOhmm 7.3 6

86 EmergingOSandOFlycxorneOPhlebovirusOinOyhinadOEmerginghInfectioushDiseasesbO2020bOhlbOhjikchjin 10.2 6

85 EntericOinvolvementOinOhospitalisedOpatientsOwithOyOVIzcgoOoutsideOWuhandOThehLanceth
GastroenterologyhandhHepatologybO2020bOkbOkijckik 18.8 97

84 yomparativeOwnalysisOofORNwOViromeOyompositionOinORabbitsOandOwssociatedOEctoparasitesdOJournalh
ofhVirologybO2020bOojbO 6.6 15

83 SustainedORNwOviromeOdiversityOinOwntarcticOpenguinsOandOtheirOticksdOISMEhJournalbO2020bOgjbOgmlncgmnh 11.9 28

82 MetacTranscriptomicOwnalysisORevealsOtheOViromeOandOViralOGenomicOEvolutionOofOMedicallyO
ImportantOMitesdOJournalhofhVirologybO2020bO 6.6 5

81 ViromeOheterogeneityOandOconnectivityOinOwaterfowlOandOshorebirdOcommunitiesdOISMEhJournalbO
2019bOgibOhlfichlgl 11.9 36

80 TaxonomyOofOtheOorderOMononegaviralespOupdateOhfgodOArchiveshofhVirologybO2019bOgljbOgolmcgonf 2.6 133

79 TheOdiscoveryOofOthreeOnewOhareOlagovirusesOrevealsOunexploredOviralOdiversityOinOthisOgenusdOVirush
EvolutionbO2019bOkbOvezffk 3.7 10

78 FecalOViralOziversityOofOyaptiveOandOWildOTasmanianOzevilsOyharacterizedOUsingOVirioncEnrichedO
MetagenomicsOandOMetatranscriptomicsdOJournalhofhVirologybO2019bOoibO 6.6 29

77 MetactranscriptomicsOrevealsOaOdiverseOantibioticOresistanceOgeneOpoolOinOavianOmicrobiomesdOBMCh
BiologybO2019bOgmbOig 7.3 40

76 ziscoveryOandOPrevalenceOofOzivergentORNwOVirusesOinOEuropeanOFieldOVolesOandORabbitsdOVirusesbO
2019bOghbO 6.2 2

75 TamdyOVirusOinOIxodidOTicksOInfestingOxactrianOyamelsbOXinjiangbOyhinabOhfgndOEmerginghInfectioush
DiseasesbO2019bOhkbOhgilchgin 10.2 9

74 EvolutionOofOTermiteOSymbiosisOInformedObyOTranscriptomecxasedOPhylogeniesdOCurrenthBiologybO
2019bOhobOimhncimijdej 6.3 50

73 NovelOhepatitisOzclikeOagentsOinOvertebratesOandOinvertebratesdOVirushEvolutionbO2019bOkbOvezfhg 3.7 34
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72 MetacTranscriptomicOyomparisonOofOtheORNwOViromesOofOtheOMosquitoOVectorsOandOinONorthernO
EuropedOVirusesbO2019bOggbO 6.2 33

71 ziversityOandOEvolutionOofONovelOInvertebrateOzNwOVirusesORevealedObyOMetacTranscriptomicsdO
VirusesbO2019bOggbO 6.2 4

70 MetagenomicOdiscoveryOandOcocinfectionOofOdiverseOwobblyOpossumOdiseaseOvirusesOandOaOnovelO
hepacivirusOinOwustralianObrushtailOpossumsdOOnehHealthhOutlookbO2019bOgbOk 5 9

69 ExtensiveOziversityOofORNwOVirusesOinOwustralianOTicksdOJournalhofhVirologybO2019bOoibO 6.6 63

68 UsingOMetagenomicsOtoOyharacterizeOanOExpandingOVirospheredOCellbO2018bOgmhbOgglncggmh 56.2 134

67 TheOevolutionaryOhistoryOofOvertebrateORNwOvirusesdONaturebO2018bOkklbOgomchfh 50.4 354

66 MetactranscriptomicsOandOtheOevolutionaryObiologyOofORNwOvirusesdOVirushResearchbO2018bOhjibOnicof 6.4 72

65 NoOdetectableOeffectOofOMelOonOtheOprevalenceOandOabundanceOofOtheORNwOviromeOofdOProceedingshofh
thehRoyalhSocietyhB:hBiologicalhSciencesbO2018bOhnkbO 4.4 37

64 wONovelOHepadnavirusOIdentifiedOinOanOImmunocompromisedOzomesticOyatOinOwustraliadOVirusesbO
2018bOgfbO 6.2 19

63 TheOdiversitybOevolutionOandOoriginsOofOvertebrateORNwOvirusesdOCurrenthOpinionhinhVirologybO2018bOigbOocgl7.5 33

62 ViralOziscoveryOinOtheOInvasiveOwustralianOyaneOToadOXRhinellaOmarinaYOUsingOMetatranscriptomicO
andOGenomicOwpproachesdOJournalhofhVirologybO2018bOohbO 6.6 7

61 yompleteOgenomeOofOwedesOaegyptiOanphevirusOinOtheOwaghOmosquitoOcellOlinedOJournalhofhGeneralh
VirologybO2018bOoobOnihcnil 4.9 9

60 HiddenOdiversityOandOevolutionOofOvirusesOinOmarketOfishdOVirushEvolutionbO2018bOjbOveyfig 3.7 30

59 wOzivergentOHepatitisOzcLikeOwgentOinOxirdsdOVirusesbO2018bOgfbO 6.2 41

58 ViruscvirusOinteractionsOandOhostOecologyOareOassociatedOwithORNwOviromeOstructureOinOwildObirdsdO
MolecularhEcologybO2018bOhmbOkhlickhmn 5.7 49

57 TranscriptomeOwnalysisOandOInOSituOHybridizationOforOFcaGHVgOinOFelineOLymphomadOVirusesbO2018bO
gfbO 6.2 1

56 SurveillanceOofOxatOyoronavirusesOinOKenyaOIdentifiesORelativesOofOHumanOyoronavirusesONLliOandO
hhoEOandOTheirORecombinationOHistorydOJournalhofhVirologybO2017bOogbO 6.6 134

55 ziversitybOevolutionOandOpopulationOdynamicsOofOavianOinfluenzaOvirusesOcirculatingOinOtheOliveO
poultryOmarketsOinOyhinadOVirologybO2017bOkfkbOiicjg 3.6 19

(2017-2019)
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54 zinucleotideOyompositionOinOwnimalORNwOVirusesOIsOShapedOMoreObyOVirusOFamilyOthanObyOHostO
SpeciesdOJournalhofhVirologybO2017bOogbO 6.6 57

53 wOziverseORangeOofONovelORNwOVirusesOinOGeographicallyOzistinctOHoneyOxeeOPopulationsdOJournalhofh
VirologybO2017bOogbO 6.6 88

52 TheOhistoryOofOrabiesOinOtheOWesternOHemispheredOAntiviralhResearchbO2017bOgjlbOhhgchih 10.8 49

51 SuccessfulOstrategiesOimplementedOtowardsOtheOeliminationOofOcanineOrabiesOinOtheOWesternO
HemispheredOAntiviralhResearchbO2017bOgjibOgcgh 10.8 54

50 FrancisellaOtularensisOsspdOholarcticaOinORingtailOPossumsbOwustraliadOEmerginghInfectioushDiseasesbO
2017bOhibOggoncghfg 10.2 28

49 yharacterizingOtheOviromeOofOIxodesOricinusOticksOfromOnorthernOEuropedOScientifichReportsbO2017bOmbOgfnmf4.9 57

48
ziversityOofOMiddleOEastOrespiratoryOsyndromeOcoronavirusesOinOgfoOdromedaryOcamelsObasedOonO
fullcgenomeOsequencingbOwbuOzhabibOUnitedOwrabOEmiratesdOEmerginghMicrobeshandhInfectionsbO2017bO
lbOegfg

18.9 26

47 HighcResolutionOMetatranscriptomicsORevealsOtheOEcologicalOzynamicsOofOMosquitocwssociatedO
RNwOVirusesOinOWesternOwustraliadOJournalhofhVirologybO2017bOogbO 6.6 104

46 RedefiningOtheOinvertebrateORNwOvirospheredONaturebO2016bOkjfbOkiockji 50.4 821

45 zivergentOVirusesOziscoveredOinOwrthropodsOandOVertebratesOReviseOtheOEvolutionaryOHistoryOofOtheO
FlaviviridaeOandORelatedOVirusesdOJournalhofhVirologybO2016bOofbOlkoclo 6.6 162

44 ziversityOandOevolutionOofOavianOinfluenzaOvirusesOinOliveOpoultryOmarketsbOfreecrangeOpoultryOandO
wildOwetlandObirdsOinOyhinadOJournalhofhGeneralhVirologybO2016bOombOnjjcnkj 4.9 34

43 TaxonomyOofOtheOorderOMononegaviralespOupdateOhfgldOArchiveshofhVirologybO2016bOglgbOhikgclf 2.6 324

42 IdentificationOofOnovelOandOdiverseOrotavirusesOinOrodentsOandOinsectivoresbOandOevidenceOofO
crosscspeciesOtransmissionOintoOhumansdOVirologybO2016bOjojbOglncmm 3.6 46

41 FourteenOtypesOofOcoccirculatingOrecombinantOenterovirusOwereOassociatedOwithOhandbOfootbOandO
mouthOdiseaseOinOchildrenOfromOWenzhoubOyhinadOJournalhofhClinicalhVirologybO2015bOmfbOhocin 14.5 34

40 ImportationOandORecombinationOwreOResponsibleOforOtheOLatestOEmergenceOofOHighlyOPathogenicO
PorcineOReproductiveOandORespiratoryOSyndromeOVirusOinOyhinadOJournalhofhVirologybO2015bOnobOgfmghcl 6.6 129

39 IsolationOandOcharacterizationOofOaOnovelOarenavirusOharboredObyORodentsOandOShrewsOinOZhejiangO
provincebOyhinadOVirologybO2015bOjmlbOimcjh 3.6 44

38 ziscoverybOdiversityOandOevolutionOofOnovelOcoronavirusesOsampledOfromOrodentsOinOyhinadOVirologybO
2015bOjmjbOgochm 3.6 84

37 OtherOxatcxorneOVirusesO2015bOhgmchjm 3
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36 UnprecedentedOgenomicOdiversityOofORNwOvirusesOinOarthropodsOrevealsOtheOancestryOofO
negativecsenseORNwOvirusesdOELifebO2015bOjbO 8.9 435

35 GenomicOcharacterizationOofOemergentOpseudorabiesOvirusOinOyhinaOrevealsOmarkedOsequenceO
divergencepOEvidenceOforOtheOexistenceOofOtwoOmajorOgenotypesdOVirologybO2015bOjnibOihcji 3.6 70

34 wuthorOresponsepOUnprecedentedOgenomicOdiversityOofORNwOvirusesOinOarthropodsOrevealsOtheO
ancestryOofOnegativecsenseORNwOvirusesO2015bO 4

33 EvolutionaryOdiversificationOofOtypeOhOporcineOreproductiveOandOrespiratoryOsyndromeOvirusdOJournalh
ofhGeneralhVirologybO2015bOolbOgkmfcnf 4.9 49

32
wOtickcborneOsegmentedORNwOvirusOcontainsOgenomeOsegmentsOderivedOfromOunsegmentedOviralO
ancestorsdOProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericabO2014bO
gggbOlmjjco

11.5 104

31 SecondcpandemicOstrainOofOVibrioOcholeraeOfromOtheOPhiladelphiaOcholeraOoutbreakOofOgnjodONewh
EnglandhJournalhofhMedicinebO2014bOimfbOiijcjf 59.2 104

30 ExtensiveOdiversityOofORickettsialesObacteriaOinOtwoOspeciesOofOticksOfromOyhinaOandOtheOevolutionOofO
theORickettsialesdOBMChEvolutionaryhBiologybO2014bOgjbOglm 3 71

29 GenomicOevolutionOofOporcineOreproductiveOandOrespiratoryOsyndromeOvirusOXPRRSVYOisolatesO
revealedObyOdeepOsequencingdOPLoShONEbO2014bOobOennnfm 3.7 36

28 TheOspreadOofOtypeOhOPorcineOReproductiveOandORespiratoryOSyndromeOVirusOXPRRSVYOinONorthO
wmericapOaOphylogeographicOapproachdOVirologybO2013bOjjmbOgjlckj 3.6 36

27 SystematicOphylogeneticOanalysisOofOinfluenzaOwOvirusOrevealsOmanyOnovelOmosaicOgenomeOsegmentsdO
InfectionvhGeneticshandhEvolutionbO2013bOgnbOilmcmn 4.5 18

26 ziscoveryOofOdiverseOpolyomavirusesOinObatsOandOtheOevolutionaryOhistoryOofOtheOPolyomaviridaedO
JournalhofhGeneralhVirologybO2013bOojbOmincmjn 4.9 47

25 EvolutionaryOhistoryOandOphylogeographyOofOrabiesOvirusesOassociatedOwithOoutbreaksOinOTrinidaddO
PLoShNeglectedhTropicalhDiseasesbO2013bOmbOehilk 4.8 16

24 NewOworldObatsOharborOdiverseOinfluenzaOwOvirusesdOPLoShPathogensbO2013bOobOegffilkm 7.6 825

23 RecombinationOisOassociatedOwithOanOoutbreakOofOnovelOhighlyOpathogenicOporcineOreproductiveOandO
respiratoryOsyndromeOvirusesOinOyhinadOJournalhofhVirologybO2013bOnmbOgfofjcm 6.6 57

22 PhylodynamicsOofOHkNgOavianOinfluenzaOvirusOinOIndonesiadOMolecularhEcologybO2012bOhgbOiflhcmm 5.7 28

21 yompleteOgenomeOcharacterizationOofOaOEastOEuropeanOTypeOgOsubtypeOiOporcineOreproductiveOandO
respiratoryOsyndromeOvirusdOVirushGenesbO2012bOjjbOkgcj 2.3 14

20 GenomicOcharacterizationOofOsevenOdistinctObatOcoronavirusesOinOKenyadOVirushResearchbO2012bOglmbOlmcmi 6.4 24

19 wOdistinctOlineageOofOinfluenzaOwOvirusOfromObatsdOProceedingshofhthehNationalhAcademyhofhScienceshofh
thehUnitedhStateshofhAmericabO2012bOgfobOjhlocmj 11.5 741

(2012-2015)
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18 MolecularOinferencesOsuggestOmultipleOhostOshiftsOofOrabiesOvirusesOfromObatsOtoOmesocarnivoresOinO
wrizonaOduringOhffgchffodOPLoShPathogensbO2012bOnbOegffhmnl 7.6 117

17 EvolutionaryOconservationOofOtheOPwcXOopenOreadingOframeOinOsegmentOiOofOinfluenzaOwOvirusdO
JournalhofhVirologybO2012bOnlbOghjggci 6.6 80

16 GeneticOcharacterizationOandOevolutionaryOanalysisOofOjONewcastleOdiseaseOvirusOisolateOfullO
genomesOfromOwaterbirdsOinOSouthOyhinaOduringOhffichffmdOVeterinaryhMicrobiologybO2011bOgkhbOjlckj 3.3 26

15 GeneticOdiversityOandOmultipleOintroductionsOofOporcineOreproductiveOandOrespiratoryOsyndromeO
virusesOinOThailanddOVirologyhJournalbO2011bOnbOglj 6.1 12

14 PorcineOreproductiveOandOrespiratoryOsyndromeOvirusOinOOntariobOyanadaOgoooOtoOhfgfpOgeneticO
diversityOandOrestrictionOfragmentOlengthOpolymorphismsdOJournalhofhGeneralhVirologybO2011bOohbOgiogcgiom4.9 16

13 PhylogenycbasedOevolutionarybOdemographicalbOandOgeographicalOdissectionOofONorthOwmericanOtypeO
hOporcineOreproductiveOandOrespiratoryOsyndromeOvirusesdOJournalhofhVirologybO2010bOnjbOnmffcgg 6.6 238

12 MolecularOepidemiologyOofOPRRSVpOaOphylogeneticOperspectivedOVirushResearchbO2010bOgkjbOmcgm 6.4 227

11 NewOrabiesOvirusOvariantOfoundOduringOanOepizooticOinOwhitecnosedOcoatisOfromOtheOYucatanO
PeninsuladOEpidemiologyhandhInfectionbO2010bOginbOgknlco 4.3 18

10 PhylogeneticOperspectivesOonOtheOepidemiologyOandOoriginsOofOSwRSOandOSwRSclikeOcoronavirusesdO
InfectionvhGeneticshandhEvolutionbO2009bOobOggnkcol 4.5 31

9 PhylogeneticOevidenceOforOhomologousOrecombinationOwithinOtheOfamilyOxirnaviridaedOJournalhofh
GeneralhVirologybO2008bOnobOigklciglj 4.9 39

8 MetactranscriptomicOanalysisOofOvirusOdiversityOinOurbanOwildObirdsOwithOpareticOdisease 1

7 TheOdiscoveryOofOthreeOnewOhareOlagovirusesOrevealsOunexploredOviralOdiversityOinOthisOgenus 1

6 wOnewOlineageOofOsegmentedORNwOvirusesOinfectingOanimals 1

5 SustainedOviromeOdiversityOinOwntarcticOpenguinsOandOtheirOtickspOgeographicalOconnectednessOandO
noOevidenceOforOlowOpathogenOpressure 3

4 MetagenomicOidentificationOofOdiverseOanimalOhepacivirusesOandOpegiviruses 1

3 ExtensiveOziversityOofORNwOVirusesOinOwustralianOTicks 2

2 wOdivergentOhepatitisOzclikeOagentOinObirds 1

1 yharacterisationOofOtheOfaecalOviromeOofOcaptiveOandOwildOTasmanianOdevilsOusingOvirusclikeOparticlesO
metagenomicsOandOmetactranscriptomics 3
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